APPENDIX A 
A-l 
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SEQUENCE LISTING 

<110> NATIONAL INSTITUTE OF AGROBIOLOGICAL RESOURCES, MINISTRY OF 
AGRICULTURE, FORESTRY AND FISHERIES 

<120> METHOD FOR SHORTENING INTERNODE OF INFLORESCENCE BY INTRODUCING 

GENE FOR PETUNIA TRNSCRIPTION FACTOR PetPSL2 

<130> J198412287 

<150> JP10-224852 

<151> 1998-08-07 

<160> 5 

<170> Patentln Ver. 2,0 
<210> 1 
<211> 997 
<212> DNA 

<213> Petunia hybrida var .Mitchell 

<220>1 

<220> CDS 

<222> (190). .(807) 
<400> 

CCCAGTGCCA TTTTTTCTCT CTAGTCAAGC TCTCTATATC ATCATCACTA TTCCCTTGGC 60 
TGCAGTAACA CTCCTATTTA ACCCTCACAA AAAAATTACC AGAGGGCAGC AAAAAATGCT 120 
TGAACATAAT TATTATACTT ACTATTAAGC TAGATTTCCT CTTGATCTTG CTAGGTTTGA 180 
CTGGAGAAA ATG GCA GGC ATG GAT AGA AAC AGT TTC AAC AGT AAG TAC TTC 231 
Met Ala Gly Met Asp Arg Asn Ser Phe Asn Ser Lys Tyr Phe 

5 10 
AAA AAC AAA AGC ATC ATG GCA AGA CAG ATG GAG TAC TTG AAT AAC AAC 279 
Lys Asn Lys Ser lie Met Ala Arg Gin Met Glu Tyr Leu Asn Asn Asn 
15 20 25 30 

AAT GGC GAC AAT AAC AAC AAC AAT AAT GTT ACA AGC TCA TTA CGA GAT 327 
Asn Gly Asp Asn Asn Asn Asn Asn Asn Val Thr Ser Ser Leu Arg Asp 

35 40 45 

AAT TAT GGA AAT GAA GAT CAT TTA CTT GGT GGA CTA TTC TCT TGG CCT 375 
Asn Tyr Gly Asn Glu Asp His Leu Leu Gly Gly Leu Phe Ser Trp Pro 



AR007 

A- 2 



50 55 60 

CCA AGA TCT TAT ACA TGT AGC TTT TGT AAA AGG GAA TTT AGA TCT GCT 423 
Pro Arg Ser Tyr Thr Cys Ser Phe Cys Lys Arg Glu Phe Arg Ser Ala 

65 70 75 

CAA GCT CTT GGT GGA CAC ATG AAT GTT CAT AGA AGA GAT AGA GCC ATT 471 
Gin Ala Leu Gly Gly His Met Asn Val His Arg Arg Asp Arg Ala lie 

80 85 90 

TTG AGA CAA TCA CCA CCT AGA GAT ATT AAT AGG TAT TCT CTT CTA AAC 519 
Leu Arg Gin Ser Pro Pro Arg Asp lie Asn Arg Tyr Ser Leu Leu Asn 
95 100 105 110 

CTT AAT CTT GAA CCA AAC CCT AAC TTT TAC CCT AGT CAT AAC CCT AGT 567 
^ Leu Asn Leu Glu Pro Asn Pro Asn Phe Tyr Pro Ser His Asn Pro Ser 
£* 115 120 125 

m TTT TCA AGA AAA TTC CCA CCT TTT GAA ATG AGG AAA TTA GGA AAA GGA 615 
Lff Phe Ser Arg Lys Phe Pro Pro Phe Glu Met Arg Lys Leu Gly Lys Gly 
g 130 135 140 

J" GTT GTT CCA AAC AAT CAC TTG AAA AGT GCC AGA GGG CGT TTT GGA GTT 663 
= Val Val Pro Asn Asn His Leu Lys Ser Ala Arg Gly Arg Phe Gly Val 
Jf 145 150 155 

CO GAG AAA ATT GAC TCT TTC ATG CAA GAA AAA GAA TGT ACT ACT ACA GTG 711 
S Glu Lys lie Asp Ser Phe Met Gin Glu Lys Glu Cys Thr Thr Thr Val 
160 165 170 

ATC AAG AAG TCC GAG TTT CTA AGA TTG GAC TTG GGA ATT GGG TTG ATC 759 
lie Lys Lys Ser Glu Phe Leu Arg Leu Asp Leu Gly lie Gly Leu lie 
175 180 185 190 

AGT GAA TCA AAG GAA GAT TTA GAT CTT GAA CTT CGA CTG GGA TCC ACT 807 
Ser Glu Ser Lys Glu Asp Leu Asp Leu Glu Leu Arg Leu Gly Ser Thr 

195 200 205 

TAACTATATC TAATTTTTAC GGCATTAAGG TTTGTAAATT GAGTCGACAG CTTAGTCAAA 867 
ACTACTTATG CACTTTAATA TGGCTTCTTG TGCTATATTT ATTTATTTTA CATGGCTGTA 927 
TCTAGGTTTG CATTTTAAGA TTTAGTACCT TGTCAGATTA AAAGAAAACG AAAGTTAAAT 987 
TAAAAAAAAA 997 
<210> 2 
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A-3 

<211> 206 
<212> PRT 

<213> Petunia hybrida var .Mitchell 
<400>2 

Met Ala Gly Met Asp Arg Asn Ser Phe Asn Ser Lys Tyr Phe Lys Asn 

5 10 15 

Lys Ser lie Met Ala Arg Gin Met Glu Tyr Leu Asn Asn Asn Asn Gly 

20 25 30 

Asp Asn Asn Asn Asn Asn Asn Val Thr Ser Ser Leu Arg Asp Asn Tyr 

35 40 45 

Gly Asn Glu Asp His Leu Leu Gly Gly Leu Phe Ser Trp Pro Pro Arg 

50 55 60 

Ser Tyr Thr Cys Ser Phe Cys Lys Arg Glu Phe Arg Ser Ala Gin Ala 
65 70 75 80 

Leu Gly Gly His Met Asn Val His Arg Arg Asp Arg Ala lie Leu Arg 

85 90 95 

Gin Ser Pro Pro Arg Asp lie Asn Arg Tyr Ser Leu Leu Asn Leu Asn 

100 105 110 

Leu Glu Pro Asn Pro Asn Phe Tyr Pro Ser His Asn Pro Ser Phe Ser 

115 120 125 

Arg Lys Phe Pro Pro Phe Glu Met Arg Lys Leu Gly Lys Gly Val Val 

130 135 140 

Pro Asn Asn His Leu Lys Ser Ala Arg Gly Arg Phe Gly Val Glu Lys 
145 150 155 160 

lie Asp Ser Phe Met Gin Glu Lys Glu Cys Thr Thr Thr Val lie Lys 

165 170 175 

Lys Ser Glu Phe Leu Arg Leu Asp Leu Gly lie Gly Leu lie Ser Glu 

180 185 190 

Ser Lys Glu Asp Leu Asp Leu Glu Leu Arg Leu Gly Ser Thr 
195 200 205 

<210> 3 
<211> 18 
<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : primer 
<220> 

<221> modified base 

<222> (3) 

<223> i 
<220> 

<221> modified base 

<222> (6) 

<223> i 
<220> 

<221> modified base 

<222> (9) 

<223> i 
<220> 

<221> modified base 

<222> (12) 

<223> i 
<220> 

<221> modified base 

<222> (15) 

<223> i 

<400> 3 

CARGCNYTNGGNGGNCAY 

<210> 4 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<221> Description of Artificial Sequence : primer 
<220> 



<221> modified base 
<222> (6) 
<223> i 
<220> 

<221> modified base 
<222> (9) 
<223> i 
<400> 4 

YTNGGNGGNCAYATGAAY 

<210> 5 
<211> 17 
<212> DNA 

<213> Artifical Sequence 
<220> 

<221> primer 
<220> 

<221> modified base 
<222> (3) 
<223> i 
<220> 

<221> modified base 
<222> (6) 
<223> i 
<220> 

<221> modified base 
<222> (12) 
<223> i 
<400> 5 

ARNCKNARYTCNARRTC 



